Testing for mutations of DNA mismatch repair genes is increasingly performed in hereditary non-polyposis colorectal cancer families in order to identify mutation carriers and allow proper genetic counseling. As the human DNA mismatch repair gene hMLH1 is frequently mutated in these kindreds, Han et al. investigated the genomic structure of this gene. Using the PCR primers listed in their paper, all exon-intron boundaries of the hMLH1 gene can easily be assessed for splice site mutations. However, when amplifying exon 5, 3 bp (ACG, corresponding to codon 151) at the 3 end of exon 5 are missed. This is due to the fact that Han et al. have allocated this sequence to the 5 end of exon 6, thereby designing an incorrect reverse exon 5 primer (see Fig. 1 
